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Objectives: Toxocariasis is a zoonotic disease caused by
Toxocara canis and T. cati. Human is their paratenic host.
Although many clinico-epidemiological aspects have been
studied in almost 60 years after the discovery of human dis-
ease, many biological and molecular aspects are still lack of
knowledge and research. After a careful review of literature
we did not found any study describing the phylogenetics of
Toxocara using any molecular marker.
Methods: For these reasons, nuclear internal transcribed
spacer 2 (ITS2) rDNA sequences were used for the ﬁrst molec-
ular phylogenetic analysis and tree of ﬁve Toxocara species.
ITS2 rDNA sequences were already available from Gen-
Bank (accession numbers AB110034, AB110033, EU189085,
AM231609 and AB027152), corresponding to T. canis, T. cati,
T. vitulorum, T. malaysiensis and T. tanuki. Phylogenetic
analysis was made after aligned these sequences using Gene-
Doc 2.7, using the method of Maximum Parsimony and the
bootstrap test for phylogeny with MEGA 4.
Results: As expected, T. canis and T. cati ITS2 alleles
are monophyletic, as well T. malaysiensis with T. vitulorum.
As expected also, we observed a high nucleotide diversity
(p = 0.705825; Tajima test = 0.461359) between the studied
species
Conclusions: The nuclear ITS rDNA sequence has been
extensively used to deﬁne genetic markers for different
species of nematodes and the aims of this study were to
use the ITS2 to investigate the levels of genetic variation
within Toxocara and generate a ﬁrst phylogenetic tree. If
there are normal levels of gene ﬂow between populations
(or species), these populations are likely to be similar in
their overall genetic characteristics, and genes for impor-
tant characteristics are likely to spread easily. ITS2 of other
Toxocara species should be included in further analysis (eg.
T. genettae, T. lyncis, T. vincenti, among others), to better
deﬁne the evolutionary relationships and phylogeny of the
genus Toxocara.
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Introduction: Intestinal parasites not only cause diar-
rheal diseases but also signiﬁcant malabsorption. Literature
on the role of parasites, such as intestinal coccidia and
microsporidia in malabsorption syndrome is limited but
some studied show that Giardia, strongyloides and capillaria
are deﬁnitive causes of malabsorption of many nutrients.
The aim of this study was to determine the prevalence of
intestinal parasites in celiac disease (CD) patients.
Material & Method: Twenty ﬁve stool samples from adults
and children patients with CD (15 adult and 10 children)
were examined for intestinal parasites such as coccidia,
Giardia, and other parasites during 2007 by wetmount, mod-
iﬁed acid-fast and terichorom staining and chromotrope 2R
staining.
Results: Out of 25 celiac patients (61.2% female and
35.8% male), with mean age of 41.66 years, 7 (28%) patients
were infected with pathogen and non pathogen parasites.
The frequency rate of Giardia lamblia, Entamoeba coli,
Endolimax nana, Blastosystis hominis, cryptosporidium par-
voum were 3 (0.75%), 2 (0.5%), 1 (0.25%), 2 (0.5%), 2 (0.5%),
respectively. Both cryptosporidium parvoum positive were
children with acute diarrhea.
Conclusion: Celiac disease is the most common cause
of malabsorption syndrome in both adults and children. In
this study we found that, intestinal parasites are associated
with malabsorption syndrome, particularly in CD patients.
In the other word, these patients are harbor for pathogenic
parasites and are more frequently colonized with harmless
commensals as compared to healthy people.
doi:10.1016/j.ijid.2008.05.1030
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Leishmaniasis is prevalent in 88 countries throughout the
word, 21 in the new world and 66 in the old world; 16 of
them are developed countries and the other 72 are devel-
oping countries. Leishmaniasis caused by different species
of protozoan parasites belonging to the genus leishmania.
The combination of leishmaniasis and co-infection with HIV
has been a major problem. Attempts to produce an effec-
tive vaccine have so far failed, and treatment of the disease
in regions still primarily on the use of pentavalent antimo-
